m 



FTGURE 1 

GGACTAATCTGTGGGAGCAGTTTATTCCAGTATCACCCAGGGTGCAGCCACACCAGGACTGT 

GTTGAAGGGTGTTTTTTTTCTTTTAAATGTAATACCTCCTCATCTTTTCTTCTTACACAGTG 

TCTGAGAACATTTACATTATAGATAAGTAGTACATGGTGGATAACTTCTACTTTTAGGAGGA 

CTACTCTCTTCTGACAGTCCTAGACTGGTCTTCTACACTAAGACACCATGAAGGAGTATGTG 

CTCCTATTATTCCTGGCTTTGTGCTCTGCCAAACCCTTCTTTAGCCCTTCACACATCGCACT 

GAAGAATATGATGCTGAAGGATATGGAAGACACAGATGATGATGATGATGATGATGATGATG 

ATGATGATGATGAGGACAACTCTCTTTTTCCAACAAGAGAGCCAAGAAGCCATTTTTTTCCA 

TTTGATCTGTTTCCAATGTGTCCATTTGGATGTCAGTGCTATTCACGAGTTGTACATTGCTC 

AGATTTAGGTTTGACCTCAGTCCCAACCAACATTCCATTTGATACTCGAATGCTTGATCTTC 

AAAACAATAAAATTAAGGAAATCAAAGAAAATGATTTTAAAGGACTCACTTCACTTTATGGT 

CTGATCCTGAACAACAACAAGCTAACGAAGATTCACCCAAAAGCCTTTCTAACCACAAAGAA 

GTTGCGAAGGCTGTATCTGTCCCACAATCAACTAAGTGAAATACCACTTAATCTTCCCAAAT 

CATTAGCAGAACTCAGAATTCATGAAAATAAAGTTAAGAAAATACAAAAGGACACATTCAAA 

GGAATGAATGCTTTACACGTTTTGGAAATGAGTGCAAACCCTCTTGATAATAATGGGATAGA 

GCCAGGGGCATTTGAAGGGGTGACGGTGTTCCATATCAGAATTGCAGAAGCAAAACTGACCT 

CAGTTCCTAAAGGCTTACCACCAACTTTATTGGAGCTTCACTTAGATTATAATAAAATTTCA 

ACAGTGGAACTTGAGGATTTTAAACGATACAAAGAACTACAAAGGCTGGGCCTAGGAAACAA 

CAAAATCACAGATATCGAAAATGGGAGTCTTGCTAACATACCACGTGTGAGAGAAATACATT 

TGGAAAACAATAAACTAAAAAAAATCCCTTCAGGATTACCAGAGTTGAAATACCTCCAGATA 

ATCTTCCTTCATTCTAATTCAATTGCAAGAGTGGGAGTAAATGACTTCTGTCCAACAGTGCC 

AAAGATGAAGAAATCTTTATACAGTGCAATAAGTTTATTCAACAACCCGGTGAAATACTGGG 

AAATGCAACCTGCAACATTTCGTTGTGTTTTGAGCAGAATGAGTGTTCAGCTTGGGAACTTT 

GGAATGTAATAATTAGTAATTGGTAATGTCCATTTAATATAAGATTCAAAAATCCCTACATT 

TGGAATACTTGAACTCTATTAATAATGGTAGTATTATATATACAAGCAAATATCTATTCTCA 

AGTGGTAAGTCCACTGACTTATTTTATGACAAGAAATTTCAACGGAATTTTGCCAAACTATT 

GATACATAAGGGGTTGAGAGAAACAAGCATCTATTGCAGTTTCCTTTTTGCGTACAAATGAT 

CTTACATAAATCTCATGCTTGACCATTCCTTTCTTCATAACAAAAAAGTAAGATATTCGGTA 

TTTAACACTTTGTTATCAAGCACATTTTAAAAAGAACTGTACTGTAAATGGAATGCTTGACT 

TAGCAAAATTTGTGCTCTTTCATTTGCTGTTAGAAAAACAGAATTAACAAAGACAGTAATGT 

GAAG AGTG C ATT AC AC T ATT CT T ATT CT TT AGT AACTTGGGT AGT AC TGT AAT ATT TT T AAT 

CATCTTAAAGTATGATTTGATATAATCTTATTGAAATTACCTTATCATGTCTTAGAGCCCGT 

CTTTATGTTTAAAACTAATTTCTTAAAATAAAGCCTTCAGTAAATGTTCATTACCAACTTGA 

TAAATGCTACTCATAAGAGCTGGTTTGGGGCTATAGCATATGCTTTTTTTTTTTTAATTATT 

ACCTGATTTAAAAATCTCTGTAAAAACGTGTAGTGTTTCATAAAATCTGTAACTCGCATTTT 

AATGATCCGCTATTATAAGCTTTTAATAGCATGAAAATTGTTAGGCTATATAACATTGCCAC 

TTCAACTCTAAGGAATATTTTTGAGATATCCCTTTGGAAGACCTTGCTTGGAAGAGCCTGGA 

CACTAACAATTCTACACCAAATTGTCTCTTCAAATACGTATGGACTGGATAACTCTGAGAAA 

CACATCTAGTATAACTGAATAAGCAGAGCATCAAATTAAACAGACAGAAACCGAAAGCTCTA 

TATAAATGCTCAGAGTTCTTTATGTATTTCTTATTGGCATTCAACATATGTAAAATCAGAAA 

ACAGGGAAATTTTCATTAAAAATATTGGTTTGAAAT 



EIGURE^ 

</ U sr/ S eqdb2/s S t/DNfl/Dnaseq S .min/ SS .DNA34392 
<subunit l of 1. 379 aa, 1 stop 
<MW: 43302. pi: 7.30, NX(S/T) : 1 

MKEYVLLLFLALCSAKPFFSPSHI ALKNMMLKDMEDTDDDDDDDDDDDDDEDNSLFPTREPR 
SHFFPFDLFPMCPFGCQCYSRWHCSDLGIjTSVPTN IPFDTRMLDLQNNKIKEIKENDFKGL 
TSLYGLILNNNKLTKIHPKAFLTTKKLRRLYLSHNQLSEIPLNLPKSLAELRIHENKVKKIQ 
TFKGMNALHVLEMSANPLDNNGIEPGAFEGVTVFHIRIAEAKLTSVPKGLPPTLLELHLD 
XSTVELEDFKRYKELQRLGLGNNKITDIENGSLANIPRVREIHLENNKLKKIPSGLPEL 

KYLQI IFLHSNS IARVGVNDF 
QLGNFGM 



KDTF 
YNKIS 

DFCPTVPKMKKSLYSAISLFNNPVKYWEMQPATFRCVLSRMSV 



Signal sequence. 

amino acids 1-15 

N-glycosylation site. 

amino acids 281-285 



N-myristoylation sites. 

am il acids X29-X35, 2X0-2X6, 2X4-220. 237-243, 270-276, 282-23 



Leucine zipper pattern. 

amino acids 154-176 



FIGURE 3 

■MB 



CGAACCAGGCTTTGCTGAGGTGCTGCCCAACCTGACAGTCCAGG 



^0 GGTfi TCTGCCCT GG 3C_CCC 0 ™ 
GGGCACCAAGGACTTCCCAGACGGAGAGCT^CGGGGGCACGTGGCTGCCCTGC 



iCAGCCACTCCAAGTCCTGCCCTGCCACCC 



GCATTCTCCTGTGGGAAGCCCAGTGCCTTTGCTCCTCTGTCCTGC 

™g?S™?aaaacatttctttttcag T caaaaa^ 



FIGURE4 

xsubunit 1 of 1, 954 aa, 1 stop 
><MW: 101960, pi: 8.21, NX(S/T): 5 

MPSLPAPPAPLLLLGLLLLGSRPARGAGPEPPVLPIRSEKEPLPVRGAAGCTFGGKVYALDE 
TWHPDLGQPFGVMRCVLCACEAPQWGRRTRGPGRVSCKNIKPECPTPACGQPRQLPGHCCQT 
CPQERSSSERQPSGLSFEYPRDPEHRSYSDRGEPGAEERARGDGHTDFVALLTGPRSQAVAR 
ARVSLLRSSLRFSISYRRLDRPTRIRFSDSNGSVLFEHPAAPTQDGLVCGVWRAVPRLSLRL 
LRAEQLHVALVTLTHPSGEWGPLIRHRALAAETFSAILTLEGPPQQGVGGITLLTLSDTED 
SLHFLLLFRGLLEPRSGGLTQVPLRLQILHQGQLLRELQANVSAQEPGFAEVLPNLTVQEMD 

WLVLGELQMALEWAGR PGLR I S GH I AARKS CDVLQSVLCGADAL I P VQTGAAGS ASLTLLGN 
GSLIYQVQWGTSSEVVAMTLETKPQRRDQRTVLCHMAGLQPGGHTAVGICPGLGARGAHML 
LONELFLNVGTKDFPDGELRGHVAALPYCGHSARHDTLPVPLAGALVLPPVKSQAAGHAWLS 
LDTHCHLHYEVLLAGLGGSEQGTVTAHLLGPPGTPGPRRLLKGFYGSEAQGWKDLEPELLR 
HLAKGMASLMITTKGSPRGELRGQVHIANQCEVGGLRLEAAGAEGVRALGAPDTASAAPPVV 
PGLPALAPAKPGGPGRPRDPNTCFFEGQQRPHGARWAPNYDPLCSLCTCQRRTVICDPWCP 
PPSCPHPVQAPDQCCPVCPEKQDVRDLPGLPRSRDPGEGCYFDGDRSWRAAGTRWHPWPPF 
GLIKCAVCTCKGGTGEVHCEKVQCPRLACAQPVRVNPTDCCKQCPVGSGAHPQLGDPMQADG 
PRGCRFAGQWFPESQSWHPSVPPFGEMSCITCRCGAGVPHCERDDCSLPLSCGSGKESRCCS 

RCTAHRRPPETRTDPELEKEAEGS 
Signal sequence, 
amino acids 1-23 
N-glycosylation sites. 

amino acids 217-221, 351-355, 365-369, 434-438 
Tyrosine kinase phosphorylation sites, 
amino acids 145-153, 778-786 
N-myristoylation sites. 

amino acids 20-26, 47-53, 50-56, 69-75, 73-79, 232-238, 236-242, 
390-396, 422-428, 473-479, 477-483, 483-489, 489-495, 573-579, 
576-582, 580-586, 635-641, 670-676, 773-779, 807-813, 871-877, 
905-911 

Amidation site. 

amino acids 87-91 
Cell attachment sequence, 
amino acids 165-168 
Leucine zipper pattern. 

amino acids 315-337 



FIGURES 



GGCGGAGCAGCCCTAGCCGCCACCGTCGCTCTCGCAGCTCTCGTCGCCACTGCCACCGCCGCCGCCGTCACTGCG 
^CCTGGCTCCGGCTCCCGCGCCCTCCCGGCCGGCCA^CAGCCCCGCCGCGCCCAGGCGCCCGGTGCGCAGCTGC 

tccccgcgSggccSgctgctgctgct^ 

CCGCGCCCTTGTCTGCGCCCGGGCCGTGCGCCGCGCAGCCCTGCCGGAATGGGGGTGTGTGCACCTCGCGCC 
AGCCGGACC^ 

ccaac?gccag™ttgcagatccttgtgccagcaacccttgtcaccatggcaactg 
gcagcagcgatggc^a^ctctgcatttgcaatgaaggctatgaaggtcccaactgtgaacaggcacttcccagtc 

?CCCAG?CACTGGC^ 

IIatcctgcctcgctctcaggcaacggtgacactgcctacctggcagccgaaaacagggcag^ 
^Sggatc^gtLaggtgatcccagatattgcctgtgggaatgccagttctaacagctct 
gcctggtatc^ctttgaagtgccacagaacacctcagtcaagattcggcaagatgccactgcctcactg 
^SggaIgotcIcgg^acaggattccaacagtgct 

cagggg^actggtcctc^tggaggagatgctcgccttggggaataatcactttattggttttgtga^ 

tgac?aagtc?a™ggctttgcgcttaactctgg^ 

caaSg^™^ 

a^gcagtacgtgggtactttctgtgaagaatacgatgcttgccagaggaaaccttgccaaaacaacgcgagct 

?cacSgc^SccIgaaggatacttcggatctgcttgtgaagaaaaggtggacc 
gc?aga1ca^cggcacctgctatgtggacggggtacactttacctgcaactgcagcccgggcttcacagggccga 

cctctg^c^gctSttcacttctgtgccctcagcccctgtgctcatggcacgtgc 

gc^IItgcLccacctgcagggacctcgttaatggctatgagtgtgtgtgcctggcagaatacaaagg^ 
actg?g^?tc?acaaggatccctgcgctaacgtcagctgtctgaacggagccacctgtgacagcgacggcctg^ 

atggcac^tgcatctgtgcacccgggtttac 
JSgccaccatggtcLagctgcctgga^ 

caaaSgtcag^ccacctccaatggaagtccgggcacatggcggagagcctcaccaacatgc 
™I?catc™Lgccctctgcgtggccttcatccttatgctgatcatcctg 

IS?cagc^™ 

gccccatcgcctatgaagattacagtcctgatgacaaacccttggtcacactgattaaaactaaagatttg^a^t 

CTT' 



•tttttggattatttttcaaaaagatgagatactacactcatttaaatatttttaagaaaataaaaagcttaa 
gaaSSIIaat^ 

gaaaaaata^tttaaa^acaaaatttgtgaaacctatagacgatgttttaatgtaccttcagctctctaaa 
g?g^taSLtgtgtgctcttttcactgtagacactatcacgagacccagattaatttctgtggtt^ 

AGAAACTAGTTAAATTTACTATTCCTAACCCG 
TTATTTCTGCACTGTTTTGTTGAACTTTGTGGAAACATTCTTTC' 



TCGAGTTTGTTTTTGTCATTTTCGTAACAGTCG 



TTC 



:TTTAAAAAGTCAAGGGTTCTATATTGTGAGTAAAT r 



•TAAATTTACATTTGAGTTGTTTGTTGCTAAGAGGTAG 



TAAATGTAAGAGAGTACTGGTTCCTTCAGTAGTGAGTATTTC 



'CTCATAGTGCAGCTTTATTTATCTCCAGGATGTT 



TTTGTGGCTGTATTTGATTGATATGTGCTTCTTCTGATTCTTGi 



ICTAATTTCCAACCATATTGAATAAATGTGATC 



FIGURE6 

xsubunit 1 of 1, 737 aa, 1 stop 
><MW: 78475, pi: 5.09, NX(S/T): 11 

MQPRRAQAPGAQLLPALALLLLLLGAGPRGSSLANPVPAAPLSAPGPCAAQPCRNGGVCTSR 
PEPDPQHPAPAGEPGYSCTCPAGISGANCQLVADPCASNPCHHGNCSSSSSSSSDGYLCICN 
EGYEGPNCEQALPSLPATGWTESMAPRQLQPVPATQEPDKILPRSQATVTLPTWQPKTGQKV 
VEMKWDQVEVIPDIACGNASSNSSAGGRLVSFEVPQNTSVKIRQDATASLILLWKVTATGFQ 
QCSLIDGRSVTPLQASGGLVLLEEMLALGNNHFIGFVNDSVTKSIVALRLiTLVVKVSTCVPG 
ESHANDLECSGKGKCTTKPSEATFSCTCEEQYVGTFCEEYDACQRKPCQNNASCIDANEKQD 

gInftcvclpgytgelcqskidycildpcrngatcisslsgftcqcpegyfgsaceekvdpc 

ASSPCQNNGTCYVDGVHFTCNCSPGFTGPTCAQLIDFCALSPCAHGTCRSVGTSYKCLCDPG 

yhglyceeeyneclsapclnaatcrdlvngyecvclaeykgthcelykdpcanvsclngatc 
dsdglngtcicapgftgeecdidinecdsnpchhggscldqpngynchcphgwvganceihl 
qwksghmaesltnmprhslyiiigalcvafilmliilivgicrisrieyqgssrpayeefyn 
crsidsefsnaiasirharfgkksrpamydvspiayedyspddkplvtliktkdl 

Signal sequnce . 

amino acids 1-28 
Transmembrane domain . 
amino acids 641-660 
N-glycosylation sites. 

amino acids 107-111, 204-208, 208-212, 223-227, 286-290, 361-365, 
375-379, 442-446, 549-553, 564-568 
Glycosaminoglycan attachment site, 
amino acids 320-324 

Tyrosine kinase phosphorylation sites. 

amino acids 490-498, 674-682 
N-myristoylation sites. 

an,ino acids 30-36, 56-62, 57-63, 85-91, 106-112, 203-209, 
373-379, 449-455, 480-486, 562-568, 565-571 
Amidation site. 

amino acids 702-706 

Aspartic acid and asparagine hydroxylation site. 

amino acids 520-532, 596-608 

EGF-like domain cysteine pattern signatures. 

amino acids 80-92, 121-133, 336-348, 378-390, 416-428, 454-466, 
491-503, 529-541, 567-579, 605-617 



FTGURE 7 



CTCTGGAAGGTCACGGCCACAGGATTCCAACAGTGCTCCCTCATAGATGGACGAAAGTGTGA 
CCCCCCTTTCAGGCTTTCAGGGGGACTGGTCCTCCTGGAGGAGATGCTCGCCTTGGGGAATA 
ATCACTTTATTGGTTTTGTGAATGATTCTGTGACTAAGTCTATTGTGGCTTTGCGCTTAACT 
CTGGTGGTGAAGGTCAGCACCTGTGTGCCGGGGGAGAGTCACGCAAATGACTTGGAGTGTTC 
AGGAAAAGGAAAATGCACCACGAAGCCGTCAGAGGCAACTTTTTCCTGTACCTGTGAGGAGC 
AGTACGTGGGTACTTTCTGTGAAGAATACGATGCTTGCCAGAGGAAACCTTGCCAAAACAAC 
GCGAGCTGTATTGATGCAAATGAAAAGCAAGATGGGAGCAATTTCACCTGTGTTTGCCTTCC 
TGGTTATACTGGAGAGCTTTGCCAACCGAACTGAGATTGGAGCGAACGACCTACACCGAACT 



GAGATAGGGGAG 



FIGURE8 

CTCTGGAAGGTCACGGCCACAGGATTCCAACAGTGCTCCCTCATAGATGGACGAAAGTGTGA 
CCCCCCTTTCAGGCTTTCAGGGGGACTGGTCCTCCTGGAGGAGATGCTCGCCTTGGGGAATA 
ATCACTTTATTGGTTTTGTGAATGATTCTGTGACTAAGTCTATTGTGGCTTTGCGCTTAACT 
CTGGTGGTGAAGGTCAGCACCTGTGTGCCGGGGGAGAGTCACGCAAATGACTTGGAGTGTTC 
AGGAAAAGGAAAATGCACCACGAAGCCGTCAGAGGCAACTTTTTCCTGTACCTGTGAGGAGC 
AGTACGTGGGTACTTTCTGTGAAGAATACGATGCTTGCCAGAGGAAACCTTGCCAAAACAAC 
GCGAGCTGTATTGATGCAAATGAAAAGCAAGATGGGAGCAATTTCACCTGTGTTTGCCTTCC 
TGGTTATACTGGAGAGCTTTGCCAACCGAACTGAGATTGGAGCGAACGACCTACACCGAACT 

GAGATAGGGGAG 



F1GURE9 

GCTGAGTCTGCTGCTCCTGCTGCTGCTGCTCCAGCCTGTAACCTGTGCCTACACCACGCCAG 

GCCCCCCCAGAGCCCTCACCACGCTGGGCGCCCCCAGAGCCCACACCATGCCGGGCACCTAC 

GCTCCCTCGACCACACTCAGTAGTCCCAGCACCCAGGGCCTGCAAGAGCAGGCACGGGCCCT 

GATGCGGGACTTCCCGCTCGTGGACGGCCACAACGACCTGCCCCTGGTCCTAAGGCAGGTTT 

ACCAGAAAGGGCTACAGGATGTTAACCTGCGCAATTTCAGCTACGGCCAGACCAGCCTGGAC 

AGGCTTAGAGATGGCCTCGTGGGCGCCCAGTTCTGGTCAGCCTATGTGCCATGCCAGACCCA 

GGACCGGGATGCCCTGCGCCTCACCCTGGAGCAGATTGACCTCATACGCCGCATGTGTGCCT 

CCTATTCTGAGCTGGAGCTTGTGACCTCGGCTAAAGCTCTGAACGACACTCAGAAATTGGCC 

TGCCTCATCGGTGTAGAGGGTGGCCACTCGCTGGACAATAGCCTCTCCATCTTACGTACCTT 

CTACATGCTGGGAGTGCGCTACCTGACGCTCACCCACACCTGCAACACACCCTGGGCAGAGA 

GCTCCGCTAAGGGCGTCCACTCCTTCTACAACAACATCAGCGGGCTGACTGACTTTGGTGAG 

AAGGTGGTGGCAGAAATGAACCGCCTGGGCATGATGGTAGACTTATCCCATGTCTCAGATGC 

TGTGGCACGGCGGGCCCTGGAAGTGTCACAGGCACCTGTGATCTTCTCCCACTCGGCTGCCC 

GGGGTGTGTGCAACAGTGCTCGGAATGTTCCTGATGACATCCTGCAGCTTCTGAAGAAGAAC 

GGTGGCGTCGTGATGGTGTCTTTGTCCATGGGAGTAATACAGTGCAACCCATCAGCCAATGT 

GTCCACTGTGGCAGATCACTTCGACCACATCAAGGCTGTCATTGGATCCAAGTTCATCGGGA 

TTGGTGGAGATTATGATGGGGCCGGCAAATTCCCTCAGGGGCTGGAAGACGTGTCCACATAC 

CCGGTCCTGATAGAGGAGTTGCTGAGTCGTGGCTGGAGTGAGGAAGAGCTTCAGGGTGTCCT 

TCGTGGAAACCTGCTGCGGGTCTTCAGACAAGTGGAAAAGGTACAGGAAGAAAACAAATGGC 

AAAGCCCCTTGGAGGACAAGTTCCCGGATGAGCAGCTGAGCAGTTCCTGCCACTCCGACCTC 

TCACGTCTGCGTCAGAGACAGAGTCTGACTTCAGGCCAGGAACTCACTGAGATTCCCATACA 

CTGGACAGCCAAGTTACCAGCCAAGTGGTCAGTCTCAGAGTCCTCCCCCCACATGGCCCCAG 

TCCTTGCAGTTGTGGCCACCTTCCCAGTCCTTATTCTGTGGCTCTGATGACCCAGTTAGTCC 

TGCCAGATGTCACTGTAGCAAGCCACAGACACCCCACAAAGTTCCCCTGTTGTGCAGGCACA 



AATATTTCCTGAAATAAATGTTTTGGACATAG 



FIGURE1Q 

</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA35595 
<subunit 1 of 1, 433 aa, 1 stop 
<MW: 47787, pi: 6.11, NX(S/T): 5 

MPGTYAPSTTLSSPSTQGLQEQARALMRDFPLVDGHNDLPLVLRQVYQKGLQDVNLRNFSYG 
QTSLDRLRDGLVGAQFWSAYVPCQTQDRDALRLTLEQIDLIRRMCASYSELELVTSAKALND 
TQKLACLIGVEGGHSLDNSLSILRTFYMLGVRYLTLTHTCNTPWAESSAKGVHSFYNNISGL 
TDFGEKWAEMNRLGMMVDLSHVSDAVARRALEVSQAPVIFSHSAARGVCNSARNVPDDILQ 
LLKKNGGWMVSLSMGVIQCNPSANVSTVADHFDHIKAVIGSKFIGIGGDYDGAGKFPQGLE 
DVSTYPVL I EELLSRGWSEEELQGVLRGNLLRVFRQVEKVQEENKVJQS PLEDKF PDEQLS S S 
CHSDLSRLRQRQSLTSGQELTEIPIHWTAKLPAKWSVSESSPHMAPVLAWATFPVLILWL 



N-glycosylation sites. 

amino acids 58-62, 123-127, 182-186, 273-277 



N-myristoylation sites. 

a„»o acids 72-78, 133-139, 234-240, 264-270, 334-340, 389-395 



Renal dipeptidase active si 

amino acids 134-157 



FIGURED! 

AAAACCTATA/^ATATTCCGGATTATTCATACCGTCCCACCATCGGGCGCGGATCCGCGGCCG 
CGAATTCTAAACCAACATGCCGGGCACCTACGCTCCCTCGACCACACTCAGTAGTCCCAGCA 
CCCAGGGCCTGCAAGAGCAGGCACGGGCCCTGATGCGGGACTTCCCGCTCGTGGACGGCCAC 
AACGACCTGCCCCTGGTCCTAAGGCAGGTTTACCAGAAAGGGCTACAGGATGTTAACCTGCG 
CAATTTCAGCTACGGCCAGACCAGCCTGGACAGGCTTAGAGATGGCCTCGTGGGCGCCCAGT 
TCTGGTCAGCCTATGTGCCATGCCAGACCCAGGACCGGGATGCCCTGCGCCTCAGCCTGGAG 
CAGATTGACCTCATACGCCGCATGTGTGCCTCCTATTCTGAGCTGGAGCTTGTGACCTCGGC 
TAAAGCTCTGAACGACACTCAGAAATTGGCCTGCCTCATCGGTGTAGAGGGTGGCGACTCGC 
TGGACAATAGCCTCTCCATCTTACGTACCTTCTACATGCTGGGAGTGCGCTACCTGACGCTC 
ACCCACACCTGCAACACACCCTGGGCAGAGAGCTCCGCTAAGGGCGTCCACTCCTTCTACAA 
CAAGATCAGCGGGCTGACTGACTTTGGTGAGAAGGTGGTGGGAGAAATGAACGGCCTGGGCA 
TGATGGTAGACTTATCCGATGTCTCAGATGCTGTGGGACGGCGGGCCCTGGAAGTGTGACAG 
GCACGTGTGATCTTCTCCCACTCGGCTGCGCGGGGTGTGTGCAACAGTGCTCGGAATGTTCG 
TGATGACATCCTGCAGCTTCTGAAGAAGAACGGTGGCGTCGTGATGGTGTCTTTGTCCATGG 
GAGTAATAGAGTGCAACCCATCAGCCAATGTGTCGAGTGTGGCAGATGAGTTCGACCACATC 
AAGGCTGTCATTGGATCCAAGTTCATCGGGATTGGTGGAGATTATGATGGGGCCGGCAAATT 
GCCTCAGGGGCTGGAAGACGTGTCCACATACCGGGTCCTGATAGAGGAGTTGCTGAGTCGTG 
GCTGGAGTGAGGAAGAGCTTCAGGGTGTCCTTCGTGGAAACCTGCTGCGGGTCTTCAGACAA 
GTGGAAAAGGTACAGGAAGAAAACAAATGGCAAAGCCCCTTGGAGGACAAGTTCCCGGATGA 
CCTGCCACTCCGACCTCTCACGTCTGCGTCAGAGACAGAGTCTGACTT 



CTGAGATTCCCATACACTGGACAGCCAAGTTACCAGCCAAGTGGTCA 



GCAGCTGAGCAGTT 
CAGGCCAGGAACTC AL _ . 

GTCTCAGAGTCCTCCCCCCACCCTGACAAAACTCACACATGCCCACCGTGCCCAGCACCTGA 
ACTCCTGGGGGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACC 



EIGUREJ2 

></u S r/ Se qdb2/ S s t /D N A/Dn aS eq S .full/s S .D N A35872 
xsubunit 1 of 1, 446 aa, 0 stop 

======== 

DVSTYPVLIEELLSRGWSEEELQGVLRGNLLRVFRQVEKVQEENKWQSPLEDKFPDEQLSSS 

CHSDLSRLRQRQSLTSGQELTE 
SVFLFPPKPKDT 



IPIHWTAKLPAKWSVSESSPHPDKTHTCPPCPAPELLGGP 



EIGURIL12 

wvvvvY-CGCCCTCCCGCGCCCGGCCTGCGTCCCGCGCC 
CGCCCAGCGACGTGCGGGCGGCCTGGCCCGC^CCC^^ ^^^^^^^^^^^^^^^ 
CTGCGCCACCGCCGCCGAGCCGGAGCGCGCCGCGGGCCCCC TGCTCCCCCTGCT 
CCCGGGCGCCGGGGCCCCGCCGCCC^CCGCGCGGCO 0 ^ 

GTCCCCAGGATCCCACGCTTCTCATCG ^ arrrTCAACGGG CGCCGCCTGCCCCC 



TOaOCrCTCCCCTC^^^ 
CCAGGCAGCGGTCGGGGGACAACCTCGTGTGCCACGCCCG^GACG ^^^^^^^^^^^^ 

.CCTGCCTCTATGTTGGCGTGCCCCCAGAG^ 

CATGAAGGACT T GACCTGGCGCTGGACGCCAGGGGCCCA tgtgrggagtaccrc 

ACTACTCCCTCAAGTACAAGCTTAGGTGGTA^^^^AGG^CA^^ ^^^^^^^^^^^ 

ACAGTGGGGCCCCAGTCCTGCGACATCCCCAAGGACCTGGCT ^ 

CTGGGTGGAGGCCACCAAGGGCCTGG™ 
.GGATGTGGTGACCAGGGAGGCCCCGC™ 

GACCAGCTGAGCGTGCGCTGGGTGTCGCCACCCG^C ^^^^^^^^^^^^ gg ^ 
AT AGCAGATCCGCTAGCGAGTGGAGGAGAGTG^ 

ACCAGACCTCCTGCCGCCTGGCCGGGCTGAAACCCGGCACCG G ^ sccftccc 
TGCAACCCCTTTGGCATCTATGGCTCCAAGAA^GCCGG^GA^C^G^^^^^^^^^^^^^^^^^^ 
CACAGCCGCCTCGACTCCCCGCAGTGAGCGGCCGGGCCC TGGGCTGGCTC 
GGGGCGGAGAGCCGAGCTCGGGGCCGGTGCGGCGCGAGCTCAAGCA^^^^^^^^^^^^^ 

AAGAAGCAGGCGTACTGCTGGAACCTCAGC^ 

GCAGAAGTGGCACAAGACCCGCAAGCAGGACGAGGGGATCC ctggaga 
CGGC „CC T GCCAGA^GC TGT AGGGG ^^^^^^ 

CCTCAGCAGGAGCTGGGGTGGCCCCTGAGCTCCAACGGCCATAAC ^^^^^^^^ 
GAGGCCACCTTTGGGTGCACCGGAGTGGGTGTGTG™ 

---^^^ 



EIGHRE-14 



><ss.DNA38113 

xsubunit 1 of 1, 422 aa, 1 stop 
><M W: 46302, pi: 9.42, NX (S/T) : 6 

MP ^PAAQSM*PPP*^ 

HGDPPGATAEGLYWTLNGRRLPPELS: 



QDPTLLIGSSLLATCSV 

R V LN A S TL AL AL AN LN G S RQ R S G DNLV CH ARDG S I L 
WTPGAHGETFLHTNYSLKYKLRWYGQDNTCEE 



AGSCLYVGLP PEKPVN I SCWSKNMKDLTCRVJ 

======= 

WLKKHAYCSNLSFRLYDQWRAWMQKSHKTRNQDEGI 



Signal sequence. 

amino acids 1-30 



Transmembrane domain. 

amino acids 44-61 

::ir a ir;; n 9 rro;- 1 oe, — — — 



cAMP 

amino acids 413-417 



amino ac 
30 



an d cG MP-depen d ent protein kinase phosphorylation site. 

3-79, 121-127, 179-185, 218-224, 



N -myristoylation sites. 

ino acids 30-36, 37-43, 7 

0 _30S, 3,7-3,3. 3--3 26 , 3.7-3S3. 355-3*1, ^ 



Amidation site. 

amino acids 3-7, 79-83, 4H-415 



Growth factor and 

amino acids 325-331 



cytokines receptors family signature 



FIGURE 15 



CCCACGCGTCCGCTGGTGTTAGATCGAGCAACCCTCTAAAAGCAGTTTAGAGTGGTAAAAAA 
AAAAAAAAACACACCAAACGCTCGCAGCCACAAAAGGGATGAAATTTCTTCTGGACATCCTC 
CTGCTTCTCCCGTTACTGATCGTCTGCTCCCTAGAGTCCTTCGTGAAGCTTTTTATTCCTAA 
GAGGAGAAAATCAGTCACCGGCGAAATCGTGCTGATTACAGGAGCTGGGCATGGAATTGGGA 
GACTGACTGCCTATGAATTTGCTAAACTTAAAAGCAAGCTGGTTCTCTGGGATATAAATAAG 
CATGGACTGGAGGAAACAGCTGCCAAATGCAAGGGACTGGGTGCCAAGGTTCATACCTTTGT 
GGTAGACTGCAGCAACCGAGAAGATATTTACAGCTCTGCAAAGAAGGTGAAGGCAGAAATTG 
GAGATGTTAGTATTTTAGTAAATAATGCTGGTGTAGTCTATACATCAGATTTGTTTGCTACA 
CAAGATCCTCAGATTGAAAAGACTTTTGAAGTTAATGTACTTGCACATTTCTGGACTACAAA 
GGCATTTCTTCCTGCAATGACGAAGAATAACCATGGCCATATTGTCACTGTGGCTTCGGCAG 
CTGGACATGTCTCGGTCCCCTTCTTACTGGCTTACTGTTCAAGCAAGTTTGCTGCTGTTGGA 
; TTTCATAAAACTTTGACAGATGAACTGGCTGCCTTACAAATAACTGGAGTCAAAACAACATG 
! TCTGTGTCCTAATTTCGTAAACACTGGCTTCATCAAAAATCCAAGTACAAGTTTGGGACCCA 
CTCTGGAACCTGAGGAAGTGGTAAACAGGCTGATGCATGGGATTCTGACTGAGCAGAAGATG 
ATTTTTATTCCATCTTCTATAGCTTTTTTAACAACATTGGAAAGGATCCTTCCTGAGCGTTT 
3 CCTGGCAGTTTTAAAACGAAAAATCAGTGTTAAGTTTGATGCAGTTATTGGATATAAAATGA 
y AAGCGCAATAAGCACCTAGTTTTCTGAAAACTGATTTACCAGGTTTAGGTTGATGTCATCTA 
ATAGTGCCAGAATTTTAATGTTTGAACTTCTGTTTTTTCTAATTATCCCCATTTCTTCAATA 
I TCATTTTTGAGGCTTTGGCAGTCTTCATTTACTACCACTTGTTCTTTAGCCAAAAGCTGATT 
ACATATGATATAAACAGAGAAATACCTTTAGAGGTGACTTTAAGGAAAATGAAGAAAAAGAA 
CCAAAATGACTTTATTAAAATAATTTCCAAGATTATTTGTGGCTCACCTGAAGGCTTTGCAA 
AATTTGTACCATAACCGTTTATTTAACATATATTTTTATTTTTGATTGCACTTAAATTTTGT 
ATAATTTGTGTTTCTTTTTCTGTTCTACATAAAATCAGAAACTTCAAGCTCTCTAAATAAAA 
TGAAGGACTATATCTAGTGGTATTTCACAATGAATATCATGAACTCTCAATGGGTAGGTTTC 
ATCCTACCCATTGCCACTCTGTTTCCTGAGAGATACCTCACATTCCAATGCCAAACATTTCT 
GCACAGGGAAGCTAGAGGTGGATACACGTGTTGCAAGTATAAAAGCATCACTGGGATTTAAG 
GAGAATTGAGAGAATGTACCCACAAATGGCAGCAATAATAAATGGATCACACTTAAAAAAAA 
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA^ 
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE16 

</u S r/se q db2/s S t/D N A/Dna S aq S .full/ SS . D NA34436 

<subunit 1 of 1, 300 aa, 1 stop 
<MW: 32964, pi = 9-52, NXIS/T): 1 

MKFLLDILjLLLPLjLIVCSIjESFVKIjFIPKRRKSVTGEIVLITGAGHGIGRIjTAYEFAKLKSK 

L v L w DI nkhg, EE taakckg L gakvhtfw D gs NR e DIY ssakkvkaexgovs IL v 1 ™agw 

YTSDLFATQDPQIEKTFEVNVLAHFWTTKAFLPAMTKNNHGHIVTVASAAGHVSVPFLLAYC 
SSKFAAVGFHKTLTDELAALQITGVKTTCLCPNFVNTGFIKNPSTSLGPTLEPEEWWRLMH 
GILTEQKMIFIPSSI AFLTTLERILPERFLAVLKRKISVKFDAVIGYKMKAQ 



Signal sequence. 

amino acids 1-19 

Transmembrane domain. 

amino acids 170-187 

CAM P- and cOMP-dependent protein Kinase phosphorylation sites. 

amino acids 30-34, 283-287 



N-myristoylation sites. 

am ino acids 43-49, 72-78, 122-128, 210-216 



GACTAGTTCTCTTGGAGTCTGGGAGGAGGAAAGCGGAGCCGGCAGGGAGCGAACCAGGACTG 

GGGAGAAGCGCGGGGGCTGGAGCACCACCAA 



FIGUREJJ 

AGGAGGAAAG 

GGGTGACGGCAGGGCAGGGGGCGCCTGGCCGGG 
CTGGAGGGTCCGGAGTAGCGAGCGCCCCGAAGGAGGCCATCGGGGAGCCGGGAGGGGGGACT 

GCGAGAGGACGCGGGCGTGCGGGCTCCCGGTGCCAGCGCTATGAGGCCACTGCTCGTCCTGC 

TGCTCCTGGGCCTGGCGGGCGGGTCGGCCCGACTGGACGAGAACAAGATCCCCAGCGTCTGC 

CCCGGCCTTCCAGGCACGCCGGGCCACCATGGCAGCCAGGGCTTGCCGGGCCG 



3CCGCGACGGCCGCGACGGCGCGCCCGGGGCTCCGGGAGAGAAAGGCGAGGGCGGGA 
oGACTGCCGGGACCTCGAGGGGACCCCGGGCCGCGAGGAGAGGCGGGACCCGCGGGG 



CCGGGGCACCC 
CGATGGC 
GGCCGGG 

CGCAGCGGGCGTGCGGGGGAGTGCTCGGTGGCTGCGCGATCCGCCTTCAGCGCCAAGCGCTC 
CGAGAGCCGGGTGCCTCCGCGGTCTGACGCACGCTTGCCCTTGGACGGGGTGCTGGTGAAGG 
AGCAGGGACATTACGACGCCGTCACCGGCAAGTTCACCTGCCAGGTGCCTGGGGTCTACTAC 
TTCGCCGTGCATGCGACCGTGTACGGGGCGAGCCTGCAGTTTGATCTGGTGAAGAATGGCGA 
ATCCATTGCGTCTTTCTTCCAGTTTTTCGGGGGGTGGCCCAAGCCAGCCTGGCTCTCGGGGG 
GGGCCATGGTGAGGCTGGAGCCTGAGGACCAAGTGTGGGTGCAGGTGGGTGTGGGTGACTAC 
ATTGGGATCTATGCCAGCATCAAGAGAGAGAGCACCTTCTCGGGATTTCTGGTGTACTCCGA 
CTGGCACAGCTCCCCAGTCTTTGCTTAGTGCCCACTGCAAAGTGAGCTCATGCTCTCACTCC 
TAGAAGGAGGGTGTGAGGCTGACAACCAGGTCATCCAGGAGGGCTGGCCCCCCTGGAATATT 
GGAGGTGGGGTAGAGCACTCTCCGTCCTGCTGCTGGCAAGGAATGGGAAC 



GTGAATGACTAG 

AGTGGCTGTCTGCGATCAGGTCTGGCA' 



GATGGGGCAGTGGCTGGATTTCTGCCCAAGACCA 



GAGGAGTGTGCTGTGCTGGCAAGTGTAAGTCCCCCAGTTGCTCTGGTCCAGGAGCCCACGGT 



CTCTGCTTCTCTGGATCCTCCCCACCCCCTCCTGCTCCTGGG 
GCCGGCCCTTTTCTCAGAGATCACTCAATAAACCTAAGAACCCTCATAAAAAAAAAAAAAAA 



GGGGTGCTCTCTTCCTGGTO 
GCCGGCCCTTTTC 
AAAAAAAAAAAAA 



FIGURE_18 

></ u sr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA40S92 
xsubunit 1 of 1, 243 aa, 1 stop 
xMW: 25298, pi: 6.44, NX(S/T): 0 

MRPLLVLLLLGLAAGSPPLDDNKI PSLCPGHPGLPGTPGHHGSQGLPGRDGRDGRDGAPGAP 
GEKGEGGRPGLPGPRGDPGPRGEAGPAGPTGPAGECSVPPRSAFSAKRSESRVPPPSDAPLP 
FDRVLVNEQGHYDAVTGKFTCQVPGVYYFAVHATVYRASLQFDLVKNGESI ASFFQFFGGWP 
KPASLSGGAMVRLEPEDQVWVQVGVGDYIGI YASIKTDSTFSGFLVYSDWHSSPVFA 

Signal sequence. 

amino acids 1-15 

N-myristoylation sites. 

amino acids 11-17, 68-74, 216-222 



Cell attachment sequence. 

amino acids 77-80 



FIGHREJS 

CTCTTTTGTCCACCAGCCCAGCCTGACTCCT 
AAACAAGCCGGGTGGCTGAGCCAGGCTGTGCACGGAGCACCTGACGGGCCCAACAGACCCAT 

GCTGCATCCAGAGACCTCCCCTGGCCGGGGGCATCTCCTGGCTGTGCTCCTGGCCCTCCTTG 

GCACCACCTGGGCAGAGGTGTGGCCACCCCAGCTGCAGGAGCAGGCTCCGATGGCCGGAGCC 

CTGAACAGGAAGGAGAGTTTCTTGCTCCTCTCCCTGCACAACCGCCTGCGCAGCTGGGTCCA 

GCCCCCTGCGGCTGACATGCGGAGGCTGGACTGGAGTGACAGCCTGGCCCAACTGGCTCAAG 

CCAGGGCAGCCCTCTGTGGAATCCCAACCCCGAGCCTGGCATCCGGCCTGTGGCGCACCCTG 

CAAGTGGGCTGGAACATGCAGCTGCTGCCCGCGGGCTTGGCGTCCTTTGTTGAAGTGGTCAG 

CCTATGGTTTGCAGAGGGGCAGCGGTACAGCCACGCGGCAGGAGAGTGTGCTCGCAACGCCA 

GCTGCACCCACTACACGCAGCTGGTGTGGGCCACGTCAAGCCAGGTGGGCTGTGGGGGGGAC 

CTGTGCTCTGCAGGCCAGACAGCGATAGAAGCCTTTGTCTGTGCCTACTCCCCCGGAGGCAA 

CTGGGAGGTCAACGGGAAGACAATCATCCCCTATAAGAAGGGTGCCTGGTGTTCGCTCTGCA 

CAGCCAGTGTCTCAGGCTGCTTCAAAGCCTGGGACCATGCAGGGGGGCTCTGTGAGGTCCCC 

AGGAATCGTTGTCGCATGAGCTGCGAGAACCATGGACGTCTCAACATCAGGAGCTGGCAGTG 

CCACTGTCCCCCTGGCTACACGGGCAGATACTGCCAAGTGAGGTGCAGCCTGCAGTGTGTGC 

ACGGCCGGTTCCGGGAGGAGGAGTGCTCGTGCGTCTGTGACATCGGCTACGGGGGAGCCCAG 



TGTGCCACCAAGG' 
CATGGTGTCTTCAGAG< 



ITGCATTTTCCCTTCCACACCTGTGACCTGAGGATCGACGGAGACTGCTT 



GCAGACACCTATTACAGAGCCAGGATGAAATGTCAGAGGAAAGGCG 



GGGTGCTGGCCCAGATCAAGAGCCAGAAAGTGCAGGACATCCTCGCCTTCTATCTGGGCCGC 
CTGGAGACCACCAACGAGGTGACTGACAGTGACTTCGAGACCAGGAACTTCTGGATCGGGCT 
CACCTAGAAGACGGCGAAGGAGTCCTTCGGCTGGGGCACAGGGGAGCACGAGGGGTTCACCA 
GTTTTGCCTTTGGGCAGCCTGACAACCACGGGCTGGTGTGGCTGAGTGCTGCCATGGGGTTT 
GGCAACTGCGTGGAGCTGCAGGCTTCAGCTGCCTTCAACTGGAACGACCAGCGCTGCAAAAC 
CGGAAAGCGTTACATGTGCGAGTTTGCCCAGGAGCACATCTCCCGGTGGGGCCCAGGGTCGT 
GAGGCCTGACCACATGGCTCCCTCGCCTGCCCTGGGAGCACCGGCTCTGCTTACCTGTCTGC 
CCACCTGTCTGGAACAAGGGCCAGGTTAAGACCACATGCCTCATGTCCAAAGAGGTCTCAGA 
CCTTGCACAATGCCAGAAGTTGGGCAGAGAGAGGCAGGGAGGCCAGTGAGGGCCAGGGAGTG 
AGTGTTAGAAGAAGCTGGGGCCCTTCGCCTGCTTTTGATTGGGAAGATGGGCTTCAATTAGA 
TGGCGAAGGAGAGGACACCGCCAGTGGTCCAAAAAGGCTGCTCTCTTCCACCTGGCCCAGAC 
CCTGTGGGGCAGCGGAGCTTCCCTGTGGCATGAACCCCACGGGGTATTAAATTATGAATCAG 

CTGAAAAAAAAAAAAA 



FIGURE20 

</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA44176 
<subunit 1 of 1, 455 aa, 1 stop 
<MW: 50478, pi: 8.44, NX(S/T): 2 

MLHPETSPGRGHLLAVLLALLGTTWAEVWPPQLQEQAPMAGALNRKESFLLLSLHNRLRSWV 
QPPAADMRRLDWSDSLAQLAQARAALCGIPTPSLASGLWRTLQVGWNMQLLPAGLASFVEW 
SLWFAEGQRYSHAAGECARNATCTHYTQLVWATSSQLGCGRHLCSAGQTAIEAFVCAYSPGG 
NWEVNGKT 1 1 PYKKGAWCSLCTAS VSGCFKAWDHAGGLCEVPRNPCRMSCQNHGRLNI STCH 
CHCPPGYTGRYCQVRCSLQCVHGRFREEECSCVCDIGYGGAQCATKVHFPFHTCDLRIDGDC 

FMVS SEADTYYRARMKCQRKGGVLAQ I KSQKVQD I LAFYLGRLETTNEVTDSDFETRNFW I G 
LTYKTAKDSFRWATGEHQAFTSFAFGQPDNHGLWLSAAMGFGNCVELQASAAFNWNDQRCK 

TRNRYICQFAQEHISRWGPGS 
Signal sequence, 
amino acids 1-26 
Transmembrane domain. 

amino acids 110-124 
N-glycosylation sites. 

amino acids 144-148, 243-247 

CAMP- and cGMP- dependent protein kinase phosphorylation site. 

amino acids 45-49 
N-myristoylation sites. 

amino acids 22-28, 99-105, 131-137, 201-207, 213-219, 287-293, 
288-294, 331-337, 398-404 

Prokaryotic membrane lipoprotein lipid attachment site. 

amino acids 204-215 

EGF-like domain cysteine pattern signature. 

amino acids 249-261, 280-292 
C-type lectin domain signature. 

amino acids 417-442 



FIGURE21 

CGGACGCGTGGGCTGGGCGCTGCAAAGCGTGTCCCGCCGGGTCCCCGAGCGTCCCGCGCCCT 
CGCCCCGCCATGCTCCTGCTGCTGGGGCTGTGCCTGGGGCTGTCCCTGTGTGTGGGGTCGCA 
GGAAGAGGCGCAGAGCTGGGGCCACTCTTCGGAGCAGGATGGACTCAGGGTCCCGAGGCAAG 
TCA^ACTGTTGCAGAGGCTGAAAACCAAACCTTTGATGACAGAATTCTCAGTGAAGTCTACC 
ATCATTTCCCGTTATGCCTTCACTACGGTTTCCTGCAGAATGCTGAACAGAGCTTCTGAAGA 
CCAGGACATTGAGTTCCAGATGCAGATTCCAGCTGCAGCTTTCATCACCAACTTCACTATGC 
TTATTGGAGACAAGGTGTATCAGGGCGAAATTACAGAGAGAGAAAAGAAGAGTGGTGATAGG 
GTAAAAGAGAAAAGGAATAAAACCACAGAAGAAAATGGAGAGAAGGGGACTGAAATATTCAG 
AGCTTCTGCAGTGATTCCCAGCAAGGACAAAGCCGCCTTTTTCCTGAGTTATGAGGAGCTTC 

tgcIgaggcgcctgggcaagtacgagcacagcatcagcgtgcggccccagcagctgtccg 
Iggctgagcgtggacgtgaatatcctggagagcgcgggcatcgcatccctggaggtgctgcc 
SStcacSSgcaggcagaggggcagtgggcgcggggaagatgattctgggcctcccc^ 
ctactgtcattaaccaaaatgaaacatttgccaacataatttttaaacctactgtagtacaa 

ag^cagagcattggggacatccaggttctaaatggctattttgtgcactactttgctccta 
a^gIccttcctcctttacccaagaatgtggtattcgtgcttgacagcagtgcttctatggtg 

G^AtcCAAACTCCGGCAGACCAAGGATGCCCTCTTCACAATTCTCCATGACCTCCGACCCCA 

gga^cg™agtatcattggattttccaaccggatcaaagtatggaaggaccacttgata^ 

cactcaSccagIcIgcatcagggatggg^ 

ggcIcagIcatcaacggggccctgcagagggccatcaggctcctcaacaag 

cagtgScattgga^accggagcgtgtccctcatcgtcttcctgacgga 

TrrrrCAGACGCACACCCTCAAGATCCTCAACAACACCCGAGAGGCCGCCCGAGGCCAAGTC 

?gca?™ccattggS^ 

GGAGAACTGTGGCCTCACACGGCGCGTGCACGAGGAGGAGGACGCAGGCTCGCAGCTCATCG 
GGT?CTACGA^^^ 

?Sg5gStgc™Iccaagaccctgttccccaactactt 

?gcggggaagctggtggacaggaagctggatcacctgcacgtggag™ 

gtaagaaattcatcatcctgaagacagatgtgcctgtgcggcctcagaaggcagggaaagat 

ctcIca^aagccccaggcctggaggcgatggagagggggacaccaaccacatcgagcgtct 

ctggagcta^ctcaccacaaaggagctgctgagctcctggctgcaaagtgacgatgaaccgg 

AGA^GGAGCGGCTGCGGCAGCGGGC 

TTCACCTCCATGAAGCTGAGGGGGCCGGTCCCACGCATGGATGGCCTGGAGGAGGCCCACGG 

====== 

cc^ctccLaactgtgagaaataaatgtgttttgtttaagctaaaaaaaa^ 
aaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaa 



FIGJJREL22 

e / us r/seqab2/ SS t/DNA/Dnaseqs.min/ss.DNA44192 
<subunit l of 1. 694 aa, 1 stop 
<MW, 77400. pi: 9-54, NX (S/T) : 6 

MLLLLGLCLGLSLCVGSQEEAQSWGHSSEQDGLRVPRQVRLLQRLKTKPLMTEFSVKSTI I s 
rYAFTTVSCRMLNRASEDQDIEFQMQIPAAAFITNFTMLIGDKVYQGEITEREKKSGDRVKE 
KRNKTTEENGEKGTEI FRASAVIPSKDKAAFFLSYEELLQRRLGKYEHSISVRPQQLSGRLS 
VDVNILESAGI ASLEVLPLHNSRQRGSGRGEDDSGPPPSTVINQNETFANI IFKPTVVQQAR 

xaqngilgdfurydvnreqsigdiqvl.gyfvhyfapkdlpplpknwfv.dssas.vgtk 

LRQTKDALFTILHDLRPQDRFSI IGFSNRIKVWKDHLISVTPDSIRDGKVYIHHMSPTGGTD 
XNGALQRAIRLLNKYVAHSGIGDRSVS.IVFLTDGKPTVGETHTLKXLNNTREAARGQVGIF 
TIGIGNDVDFRLLEKLSLENCGLTRRVHEEEDAGSQLIGFYDEIRTPLLSDIRIDYPPSSW 
QATKTLFPNYFNGSEI I IAGKLVDRKLDHIjHVEVTASNSKKFIIIjKTDVPVRPQKAGKDVTG 
SPRPGGDGEGDTNHIERLWSYLTTKELLSSWIjQSDDEPEKERLRQRAQALAVSYRFLTPFTS 
MKLRGPVPRMDGLEEAHGMSAAMGPEPWQSVRGAGTQPGPIjLKKPNSVKKKQNKTKKRHGR 

DGVF PLHHLG I R 

Signal sequence. 

amino acids 1-14 



N-glycosylation sites. 

alo acids 97-101, 127-131, 2 3!- 2 3S, 421-42 5 , 508-S12, 674-673 



Glycosaminoglycan attachment sites. 

amino acids 213-217, 391-395 



N-myristoylation sites. 

a.ino acid, 6-12. 10-16, 212-218, 370-376, 632-638, 638-644 



FIGUBE_22 

CGGACGCGTGGGGTGCCCGACATGGCGAGTGTAGTGCTGCCGAGCGGATCCCAGTGTGCGGC 
GGCAGCGGCGGCGGCGGCGCCTCCCGGGCTCCGGCTTCTGCTGTTGCTCTTCTCCGCCGGGG 
CACTGATCCCCACAGGTGATGGGCAGAATCTGTTTACGAAAGACGTGACAGTGATCGAGGGA 
GAGGTTGCGACCATCAGTTGCCAAGTCAATAAGAGTGACGACTCTGTGATTCAGCTACTGAA 
TCCCAACAGGCAGACCATTTATTTCAGGGACTTCAGGCCTTTGAAGGACAGCAGGTTTCAGT 
TGCTGAATTTTTCTAGCAGTGAACTCAAAGTATCATTGACAAACGTCTCAATTTCTGATGAA 
GGAAGATACTTTTGCCAGCTCTATACCGATCCCCCACAGGAAAGTTACACCACCATCACAGT 

cc"gtcccaccacg T aa T c T gatgatcgatatccagaaagacac T gcggtggaagg T gagg 

AGATTGAAGTCAACTGCACTGCTATGGCCAGCAAGCCAGCCACGACTATCAGGTGGTTCAAA 
GGGAACACAGAGCTAAAAGGCAAATCGGAGGTGGAAGAGTGGTCAGACATGTACACTGTGAC 
CAGTCAGCTGATGCTGAAGGTGCACAAGGAGGACGATGGGGTCCCAGTGATCTGCCAGGTGG 
AGCACCCTGCGGTCACTGGAAACCTGCAGACCCAGCGGTATCTAGAAGTACAGTATAAGCCT 
CAAGTGCACATTCAGATGACTTATCCTCTACAAGGCTTAACCCGGGAAGGGGACGCGCTTGA 
GTTAACATGTGAAGCCATCGGGAAGCCCCAGCCTGTGATGGTAACTTGGGTGAGAGTCGATG 
ATGAAATGCCTCAACAGGCCGTACTGTCTGGGCGCAACCTGTTCATCAATAACCTAAACAAA 
TGGTACATACCGCTGTGAAGCTTCAAACATAGTGGGGAAAGCTCACTCGGATTA 



ACAGATAA' 

TATGCTGTATGTATACGA' 



.TCCCCCCACAACTATCCCTCCTCCCACAACAACCACCACCACCA 



CCACCACCACCACCACCACCATCCTTACCATCATCACAGATTCCCGAGCAGGTGAAGAAGGC 

TCGATCAGGGCAGTGGATCATGCCGTGj 
GCTGTGCTTGCTCAT 
ATGAAG C CAAAGGAG < 



rATCGGTGGCGTCGTGGCGGTGGTGGTGTTCGCCAT 

CCGATGACGCAGCAGAGGCAGACACAGCTATAATCAATGCAGAAGGA 
GGACAGAACAACTCCGAAGAAAAGAAAGAGTACTTCATCTA2ATCAGCCTTTTTGTTTCAAT 
GAGGTGTCCAACTGGCCCTATTTAGATGATAAAGAGACAGTGATATTGG 



FIGURED 

< /usr/seqdb2/ SS t/DNA/Dnaseqs. m in/s S .DNA39518 
<subunit 1 of 1, 440 aa, 1 stop 
<MW- 48240, pi: 4.93, NX(S/T) : 7 

MASWLPSGSQCAAAAAAAAPPGLRLLLLLFSAAALIPTGDGQNLFTKDVTVIEGEVATISC 
QVNKSDDSVIQLLNPNRQTIYFRDFRPLKDSRFQLLNFSSSEIjKVSLTNVSISDEGRYFCQL 
YTDPPQESYTTITVLVPPRNLMIDIQKDTAVEGEEIEVNCTAMASKPATTIRWFKGNTELKG 
KSEVEEWSDMYTVTSQLMLKVHKEDDGVPVI CQVEHPAVTGNLQTQRYLEVQYKPQVHIQMT 
YPLQGLTREGDALELTCEAIGKPQPVMVTWVRVDDEMPQHAVLSGPNLFINNLNKTDNGTYR 
CEASNIVGKAHSDYMLYVYDPPTTIPPPTTTTTTTTTTTTTILTI ITDSRAGEEGSIRAVDH 

AVIGGWAVWFAMLCLLI I 
KKEYFI 



LGRYFARHKGTYFTHEAKGADDAADADTAI INAEGGQNNSEE 



Signal sequence. 

amino acids 1-36 

Transmembrane domain. 

amino acids 372-393 

N-glycosylation sites. 

,c qo 103 111-115, 163-167, 302-306, 306-310, 
amino acids 65-69, 99-iuj, m j-j- - 

430-434 

Tyrosine kinase phosphorylation sites. 

amino acids 233-240, 319-328 



N-myristoylation sites. 

amino acids 9-15, 227-233, 307-313, 36S-371, 376-382, 402-408 
411-417, 427-433, 428-432 



0 3 
b o 

1 s i 



EIGHR&25 

GGGGCGGGTGGACGCGGACTCGAACGCAGTTGCTTCGGGACCCAGGACCCCCTCGGGC^ 

CCCGCCAGGAAAGACTGAGGCCGCGGCCTGCCCCGCCCGG^TC^C^ ^^^^ 

CCGGGACAGAAGATGTGCTCCAGGGTCCCTCTGCTGCTGCCGCTGCTC 

GGGGCCTGGGGTGCAGGGCTGGCCATCCGGCTGCCAGTG^ 

GCACTGCCCGCCAGGGGACCACGGTGCCCCGAGACGTGCCACCTO 

GTCTTTGAGAACGGCATCACCATGCTCGACGCAAGCAGCTT^ 

GCTCCTGGACCTGTCACAGAACCAGATCGCCA^ 

ACCTCAGCCACAACAGCCTCCTGGCCCTGGAGCCCGGCATCC^ 

GCGCTGCGGCTGGCTGGTCTGGGGCTGCAGCAGCTGGACGAGGGG ATC CGAG 
CAACCTCCACGACCTGGATGTGTCCGACAACCAGCTGGAGCGAGTGCC 

GCCTCCGGGGCCTGACGCGCCTGCGGCTGGCCGGCAACACCCGC GCCTGCAG GC 

GAGGACCTGGCCGGCCTGGCTGCCCTGCAGGAGCTGGATGTGA^ 

CCTGCCTGGCGACCTCTCGGGCCTCTTCCCCCGCCTGCGGC 

CCTTCAACTGCGTGTGCCCCCTGAGCTGGTTTGGCCCC1 CTG GCCGGCTGCTCCT 

CTGGCCAGCCCTGAGGAGACGCGCTGCCACTTCCCGCCCAAGAA^ 

GGAGCTTGACTACGCCGACTTTGGCTGCCCAGCCACCACCACC 



CGAGGCCCGTGGTGCGGGA( 



CCCACAGCGO 
TGTCCCCCAGCCCC. 



ICGGCCACTGAGGCCCCCAGCCCGCCCTi 



'CCACTGCCCCACCGACTGTAGGGCC 



!AGGACTGCCCACCGTCCACCTGCCT< 



CAATGGGGGCACATGCCACCTGG 
"CACGGGCCTGTACTGTGAGAGC 



GGACACGGCACCACCTGGCGTGCTTGTGCCC^ 
CAGATGGGGCAGGGGACACGGCCCAGCCCTA^ 
GACCCTGGGCATCGAGCCGGTGAGCCCC™ 
AGGGGAGCTCCGTGCAGCTCAGG^ 

AAGCGGCTGGTGACGCTGCGACTGCCTGCCTCGCI GC GGGTGCCGGAGGGCG 
GCCCAACGCCACTTACTCCGTCTGTGTCATGCCTTTGGGG 



'GCCGCTCCTCATTGCGCCCGC' 



CCTGGCCGCGGTGCTCCTGGC 



1GGGGCGGGCCATGGCAGCAGCGG 



AGG AGG C C TG CGGG GAGG C C 
CAGGCCCGCGAGGGCAACCT 

GGCGCTGGCTGCGGTGGGGGCAGCCTACTGTGTGCGG^^ 

^^^^^^^^^^ 

GTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCTCCA^ 

GCTAGATCT^GCCAGAGAGAGACAGGGCAGCTGGGG^ 

CAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGTCCC TGTGAG 
CMGGCTOTGTGACCAC^ 

ATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGAACCGA TGC TGGTAAC 

CCGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCACGGCGGGCCCTG 

GCATGCCTGGGCCCTGCTGGGCTCTCCCACTCCAGGCGGACCCT^ 

AAGCGAAGGAACAAAAGA^CTGGAAAGGAAG^ 

AGAGACAAGGACTTTGGTTTTTG^AAGACA 
ATAAAAAAAAAAA 



FIGURE26 

</usr/se q db2/sst/DNA/Dnaseqs.min/ss.DNA44804 

<subunit 1 of 1, 598 aa. 1 stop 
<MW- 63030, pi: 7.24, NX(S/T): 3 

GITMLDASSFAGLPGLQLLDLSQNQIASLRLPRLLL^ 

GLAALQELDVSNl.SLQALPGDLSGLFP^RLLAAARN SSSLApTW1 , SPTA p 
EETRCHFPPKNAGRLLLELDYADFGCPATTTTMVP11 GLYCESQMG Q 

GTRPSPTPVTPRPPRSLTLGIEPVSPTSLRVGLQRYLQGSSVQL HSNHAPVTQARE 

GPKATEGGGEALPSGSECEVPLMGFPGPGLQSPLHAKPYI 
Signal sequence, 
amino acids 1-23 
Transmembrane domain, 
amino acids 501-522 
N-glycosylation sites, 
amino 

Tyrosine kinase phosphorylation site. 

amino acids 262-270 
N-myristoylation sites. 

. j „ 29 27 _ 33 112-118, 273-279, 519-525, 565-571 
amino acxds 23-29, zi 

Profcaryotic — rane lipoprotein lipid attaint site. 

amino acids 14-25 

EGF-like domain cysteine pattern signature. 

amino acids 355-367 
Leucine zipper pattern. 

amino acids 122-144, 194-216 



acids 198-202, 425-429, 453-457 



GGCACTAGGACAACCTTCTT* 
TCCTTGCTACCCCACTCTTG. 



F1GURE27 

•CCCTTCTGCACCACTGCCO 



'GTACCCTTACCCGCCCCGCCACC 



1AAACCACAGCTGTTGGCAGGG' 



TCCCCAGCTCATGCCAGCCTC 



CTCCTTTCTTGCTAGCCCCC 



:aaagggcctccaggcaacat< 



•GGGGGGCCCAGTCAGAGAGC 



'CTGGGGGCCGTGGCTTGTGCC 



AT' 

GGGGACAGGAGGCC ^l_».„,.^^ ft r,AGATCCCGGAAAAGGAGAGCAGTGCTC 



GTTCCGATGCCCTGGAAG^CCTGGGAGAATGGGGAG^A^ 



CCCAAAAACAGAAGAAGCAGC 



ACTCTGTCCTGCACCTGGTTC 
iTGATGTGGCAACCAGCTCTT, 



AGGCGTGGGAGAGGCCTAC 



GGATGACTCCGATGTGACAGAGG' aGTTTftTC TGCTGTATAGCC AGGT C 

AGGGCCAAGGATATGGTGTGCGAATCGAGGATG™ 

CTGTTT CAAGACG T GAC TTT CACC^ 

o-gactctattcggatgtataagaagtat^cctc TGftGTGTCATAATTCCCC GG 

GCTATAGGGCAGGTGTCTTCCATTTACACGAAGGGGATATTC ^ 

; TG TTATAAAAAGTGGCTCCCAGCl __ rGCATCTTC CTGGGTTTGGCTC 



AGGGAATGTGCAGGAACAGAG' 

CCCGTTCCTCACTTTTCCCTT' 
CTTCTGTTCCCCATGGAGCTCCG 



GAGC T GAGTA T ATAAAGGAGAG ; ^ ;; - c ^ cccccTfiGftcTTTGATTTTAcGGfiTATCTTG 



FIGURED 

< / usr /seqdb2/sst/DNA/Dna S eqs.n,Ws S .DNA52722 
<subunit 1 of 1, 250 aa, 1 stop 
<MW: 27433. pi: 9-85, NXIS/T) : 2 

MPASSPFLIAPKGPPGNMGGPVREPALSVALWLSWGAALGAVACAMALLTQQTELQSLRREV 
SRLQGTGGPSQNGEGYPWQSLPEQSSDALEAWENGERSRKRRAVLTQKQKKQHSVLHLVPIN 
ATSKDDSDVTEVMWQPALRRGRGLQAQGYGVRIQDAGVYLLYSQVLFQDVTFTMGQWSREG 
QGRQETLFRCIRSMPSHPDRAYNSCYSAGVFHLHQGDILSVI IPRARAKLNLSPHGTFLGFVKL 

Signal sequence. 

amino acids 1-40 

N-glycosylation site. 

amino acids 124-128 

Tyrosine kinase phosphorylation site. 

amino acids 156-164 



N-myristoylation site 

amino ac: 



ids 36-42, 40-46, 179-185, 242-248 



Prokaryot: 

amino acids 34-45 



ic membrane lipoprotein lipid attachment site. 



CACTTTCTCCCTCTCTTCCTTTACTTTCGAGAAACCGCGCTTC 
CTCGGAGACCGCGCCGGGGAGACGGAGGTGCTGTG^ 



CCGCCCCCCACCCTCCTCTTCTGCACTGCCGTCCTGCGG ^^^^ 
TCCTTCACCGAGTCTGTGCATCGCCCCGGACCTGGCCGGGAGG Gc 

TG C T CTAGGGGCGGCGCGGGAGGAGCGGC^^^ 
TCCCGTGGACAGGGACTCTTOTGGCGTACTGCCTGC^ 

CCTGAGTCGTGTGCCCCATGTCCAGGGGGAA^AG^AG^ ^^^^^^^^^^^^^^^^^ 
CGTCGCCTCCGGACCATGCCGAGAG^ 

GACCAGGGGCTCCCTGCTTCCCGGTGCTTGCGCT GGAGAAGGGTGAC CGCGGAG 
GGCGACCGCCGTGCCCCAGATCAACATCACTATCTT GGGGCCACRC TGGA 
ATCGAGGCCTCCAAGGGAAATATGGCA^CAGGCTCAGCA AGCCAC TACGCCGC 

CCCAAAGGGCAGAAGGGCTCCATGGGGGCCCCTGGGG^ 

CTTTTCGGTGGGCCGGAAGAAGCCCATGCACAGCAA^ 

ACACGGAGTTCGTGAACCTCTACGACCACTTCAACATG GAAGGAGACCTAC CT 
GTGCCCGGCCTCTACTTCTTGAGCCTCAACGTGCACAC^ 

GCACATCATGAAGAACGAGGAGGAGGTGGTGATCT AGGACCAGGTGTGG GTACGCCTC 
TCATGCAAAGCCAGAGCCTGATGCTGGAGCTGCGAGAGCA ACCTACATCACC TTCAG 
TA CAAGGGCGAACGTGAGAACGCCATCTTCAGCGAGGAGCTG^ 
TGGCTACCTGGTCAAGGACGCCACCGAGCGC^CTGGCCGGC^ 
ACCTTCCACCCCTGCGCTGTGCTGACCCCACGGCGT^^ 

CCTGGCTTTGGCATTCAGTGAGACGCCCTGCACACAL GGCGGGGCAC CCGC 
CAGATCCCGCAGGCTCTGGAGAGAGCTGAC^ 

GAGAACCCTCTGGGACCTTCCGCGGCCCTCTCTGCAC GTCCTTGGAAATA 
GAGACGCGGGTGGCGGCAGGGCGTCCCAGGGTGCGGCACCGC GGACAAAGAAAAGGG 
I ATTAGGCAAATTCTAAAGGTGTC^GGAGCA^GTAAAG CCTTTTCAGTTGAG 
; TTGTTATTTTTGTCTTTCCAGCCAGCCTGCTGGCTCCC GGGGAGGGGC CGGGGGCAGG 
i ACTCTGCTTAAGAGAAGATCCAAAGTTAAAGCTCTGGGGTC GftGGGATAGGTGG ACC 
I AAACTACCTGTGGCTTAATTCTTTTAAGCCACGTAGGAA^ 

CTGAC1ATCCCTGTGGCCTTGCCCAAGGGCTCTGCTGGT ^ 
GATGGGGGCTGGGGCCCCAGGCGTCAGCCTCCCAGAG^ 

TCCAGGTTGGTAGAAGCAGCCGAAGGGCTCCTGACAG GTGGCTCTGC TCC 
GGCCTGCAGATGTTTCTATGAGGGGCAGAGCTCCTTGGTAC^ 
ACCGCTGTGCCACCCCAGAGCCGTGGGGGGTGGTCTCCATGC^ 
TTCTGTGCCGCCTCCCACACAAATCAGCCCCAGAAGGCCCC^ 

TATAAAACACCTCAAGCAGCACTGCAGTCTCCCATCTCCTC^ 

CCACGTGTGTTGTGTTGGTTGGCAGCAAGG^ 

CATCCAGGGCTCTGACCAGTAGCGTGAGAG^ 

CTGGAAGGGGCTAGAAAGCTCCCGCTTGTCTGTT1 TGTCAGGATTCAC TCTCAGGAGC 
AGACCAGAGTCAAGAGGAAGTAC^ACGTCCCA^TC^CC ^^^^^^^ g ^ ggg ^^ ggg 
TGGGTGGCAGGAGAGGCAATAGCCCCTGTOTCAAT1G GATCTCCAGGA ACCCC 
GTGTCTCCACGGTGCTCTGGCCCTGCGCATGGCCACGCCAGAC TACCCGCTGGGC C 

atagcccctctgcacctcaccccatgttgatgccc^ 

CCCAAACCCCCGCTGCGTCTCTTCCTTCCCCC^ 

TTCGCTCTGTGGGCCTGGCTGCCGGGATCTGGGGTGCCTAA ^e^cGCCACACTC 



F1GURE3Q 

></usr/seqdb2/sst/DNA/Dnaseqs. m in/ss.DNA41234 
xsubunit 1 of 1, 281 aa, 1 stop 
><MW: 31743, pi: 6.83, NX(S/T) : 1 

MGSRGQGLLLAYCLLLAFASGLVLSRVPHVQGEQQEWEGTEELPSPPDHAERAEEQHEKYRP 
SQDQGLPASRCLRCCDPGTSMYPATAVPQINITILKGEKGDRGDRGLQGKYGKTGSAGARGH 
TGPKGQKGSMGAPGERCKSHYAAFSVGRKKPMHSNHYYQTVIFDTEFVNLYDHFNMFTGKFY 
CYVPGLYFFSLNVHTWNQKETYLHIMKNEEEVVILjFAQVGDRSIMQSQSIjMLELREQDQVWV 

RLYKGERENAIFSEELDTYITFSGYLVKHATEP 



Signal sequence. 

amino acids 1-25 

N-glycosylation site. 

amino acids 93-97 



N-myristoylation sites. 

n it 91-27 67-73, 117-123, 129-135 
ammo acids 7-13, 21 ai, t> ' 

Amidation site. 

amino acids 150-154 



Cell attachment sequence. 

amino acids 104-107 



FIGUREJ1 



GO 



:gcgacagagctgtcctcgcacctggat 



GAGAGAAATCTCATCATCTGTGCAGCCTTCTTAAAGCAAACTAAGACCAGAGGGAGGATTAT 



GACAACCi 
AAAGGAI 



CAACTGCTACCTATTTTTCTGTCCCj 



AACGAGGAAGCCTGTCCATTGAAACCAGCA 



CTTATGAGTTACAGGATAATTACAGATTTT' 



CCATCTTTGACCAGAAATTTGCCAAG 



TAGCCCATCATCACACAGATTATTCAAAGCCCA' 



CA( 



lGAAGTTTGGATCCTCAGATCACCTGGAGj 



,AAACTATTTAAGATGGATGAAGCAAGTGCCCA 



GCTCCTTGCTTATAAGGAAAAAGGCCATTCTCAGA* 



lGTTCACAATTTTCCTCTGATCAAGAAA 

TTCTGGGAi 
AGCCTCCCA" 
GCTACAACAG< 
AACCATAi 



CTTCCCAGCCACAGCTGGCCACCACA< 



.GCTCCACCTGTAACCACTGTCACTTCTC 



CGACCCTCATTTCTACAGTTTTTACAI 



CGGGCTGCGGCTACACTCCAAGCAATG 



1CAGTTCTGACTACCACCTTTCAGG 



CACCTACGGACTCGAAAGGCAGCTTAGA 



.CCGTTTACAGAAATCTCCAACTTAACTT' 



'TGAACACAGGGAATGTGTATAACCCTA 



GGGTAGAATCCTTTCGGAATCACTCCGCAGGAAACGTTACTCAAGACTGGAT 
TATTTTO^GACAUUi^ 



AGACAGGAAAATGCCCCCTTCTGCTTTCCTTTTTTTTTTTGGAGACAGAGTCTT 



T AGTAAC C AG 



ccIgItgtIg^ccttcc^ttaaatatttgaataaatcttttgttactcaa 



FIGURE32 

></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA45410 
xsubunit 1 of 1, 431 aa, 1 stop 
><MW: 46810, pi: 6.45, NX(S/T): 6 

MFFGGEGSLTYTLVI I CFLTLRLSASQNCLKKSLEDWIDIQSSLSKGIRGNEPVYTSTQED 
CINSCCSTKNISGDKACNLMI FDTRKTARQPNCYLFFCPNEEACPLKPAKGLMSYRI ITDFP 
SLTRNLPSQELPQEDSLLHGQFSQAVTPLAHHHTDYSKPTDISWRDTLSQKFGSSDHLEKLF 
KMDEASAQLLAYKEKGHSQSSQFSSDQEIAHLLPENVSALPATVAVASPHTTSATPKPATLL 
PTNASVTPSGTSQPQLATTAPPVTTVTSQPPTTLISTVFTRAAATLQAMATTAVLTTTFQAP 
TDSKGSLETI PFTEISNLTLNTGNVYNPTALSMSNVESSTMNKTASWEGREASPGSSSQGSV 
PENQYGLPFEKWLLIGSLLFGVLFLVIGLVLLGRILSESLRRKRYSRLDYLINGIYVDI 

Signal sequence . 

amino acids 1-25 

Transmembrane domain. 

amino acids 384-405 

N-glycosylation sites. 

amino acids 72-76, 222-226, 251-255, 327-331, 352-356 

cAMP- and cGMP -dependent protein kinase phosphorylation site. 

amino acids 415-419 

Tyrosine kinase phosphorylation site. 

amino acids 50-57 



N-myristoylation sites. 

amino acids 4-10, 48-54, 315-321 



GCGGCACCTGGAAGATGCG< 
GCCTCCTTGTGTGCCTGGTATTCGG- 
GTCCAGTGCTGCCTATAGCATCCG' 



F1GURE33 

iCCCATTGGCTGGTGGCCTGC 



:tcaaggtggtgttcgtggtcttc 

,GGTACCTGCTCGCAGAGCTCATTCCAGATGCACCCCT 
CAGCATCGGGGAGAGGCCTGTCCTCAAAGCTCCAGTCC 
CACCTATGCCTACAGGTTA 



===== 



TGACAGCAACACGATGTTT' 



'TGATATGTATGAAGGCGATAACT 1 



CTGGACCGATGACAAAG 



GACCTATGACGACGGAAGCAC 



TGAAATTCAGGTCTAGCTG 



C AGAG AG AAAAG AT G 



:aaccactctgatgctaagaacaaca( 



G ATCC AGATAGAAGGC TG CAT ACC C AAAG AACGAAG CTGA< 



lGATATTCTGGCTGGCCTGCAGA 
.CACTGCAGGGTCCTGAGTAAAT 



AATCTTGGTACGCAGTATTTTTATACCAGTATTTTATGTAGTGAAGATGTCAATTAGCAGGA 

AACTAAAATGAATGGAAATTCTTAAAAAAAAAA 



FIGURE34 

></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA46777 
xsubunit 1 of 1, 235 aa , 1 stop 
><MW: 25982, pi: 9.09, NX (S/T) : 2 

MRPLAGGLLKWFWFASLCAWYSGYLLAELI PDAPLSSAAYSIRS IGERPVLKAPVPKRQK 
CDHWTPCPSDTYAYRLLSGGGRSKYAKICFEDNLLMGEQLGNVARGINIAIVNYVTGNVTAT 
RCFDMYEGDNSGPMTKFIQSAAPKSLLFMVTYDDGSTRLNNDAKNAIEALGSKEIRNMKFRS 
SWVFIAAKGLELPSEIQREKINHSDAKNNRYSGWPAEIQIEGCI PKERS 

Signal sequence. 

amino acids 1-20 

N-glycosylation sites. 

amino acids 120-124, 208-212 

Glycosaminoglycan attachment site. 

amino acids 80-84 



N-myristoylation sites. 

amino acids 81-87, 108-114, 119-125 



